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Alignments 



>gb | ABD61942 . 1 | 0RF1 [Torque teno virus] 
Length=732 

Score = 29.1 bits (61), Expect = 34 

Identities = 7/9 (77%), Positives = 9/9 (100%), Gaps = 0/9 (0%) 

Query 1 KPAQYWTQM 9 

KPA+YWTQ+ 
Sbjct 28 4 KPAEYWTQL 2 92 



>emb | CAJ88088.il putative secreted esterase [Streptomyces ambofaciens ATCC 23877 
Length=499 

Score =28.6 bits (60), Expect = 46 

Identities = 7/7 (100%), Positives = 7/7 (100%), Gaps = 0/7 (0%) 

Query 2 PAQYWTQ 8 

PAQYWTQ 
Sbjct 339 PAQYWTQ 345 



>ref |XP_635992.1| E hypothetical protein DDBDRAFT_0188654 [ Dictyostelium discoid 
AX 4 ] 

gb | EAL62481 . 1 | B hypothetical protein DDBDRAFT_0188654 [Dictyostelium discoideu 
AX4] 

Length=871 
Score =28.6 bits (60), Expect = 46 

Identities = 6/8 (75%), Positives = 7/8 (87%), Gaps = 0/8 (0%) 

Query 4 QYWTQMFY 11 

QYW +MFY 
Sbjct 247 QYWNEMFY 254 



>ref |NP_242669.1| E hypothetical protein BH1803 [Bacillus halodurans C-125] 

dbj IBAB05522.il E BH1803 [Bacillus halodurans C-125] 
Length=207 

Score = 28.2 bits (59), Expect = 61 

Identities = 6/7 (85%), Positives = 6/7 (85%), Gaps = 0/7 (0%) 

Query 4 QYWTQMF 10 
YWTQMF 

Sb j ct 198 H YWTQMF 2 04 



>ref|ZP 01170405.11 hypothetical protein B14911 27995 [Bacillus sp. NRRL B-14911 

gblEARS6924.il hypothetical protein B14 911_27 9*95 [Bacillus sp. NRRL B-14911] 
Length=207 

Score =28.2 bits (59), Expect = 61 

Identities - 6/7 ( 85% ), Positives = 6/7 (85%), Gaps = 0/7 (0%) 
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peptide deformylase [Mycoplasma pneumoniae M. . 
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re f I ZP _0 1170733 . 1 | 

ref j YP 001391336,11 
ref 1 ZP_Q1860086. 1 1 
ref 1ZP 01858224.11 
ref iZP 01860745.11 

reflYP Q01254514.il 
ref 1 ZP 01723449.1 1 

ref |NP 782890.11 

reflNP 109933.11 

ref 1ZP_01170447.11 hypothetical protein B14911_28205 [Bacillu.. 

reflYP 001036731.11 Allergen V5/Tpx-1 related [Clostridium th. . 

ref | YP _ 861439 . 1 1 cbb3-type cytochrome c oxidase subunit I [Gr.. 

ref 1XP_391385.1 1 hypothetical protein FG11209.1 [Gibberella zeae 

ref 1 YP_4 32181 . 1 [ predicted membrane protein [Hahella chejuens.. 

ref |XP_001638 630.1 | predicted protein [Nematostella vectensis.. 

ref I XP 001539048 . 1 I predicted protein [Ajellomyces capsulatus.. 

re flYP 2 69817 .11 hypothetical protein CPS_3120 [Colwellia psy. . 

ref j NP_ 769389 . 1 1 probable C4-dicarboxylate-binding protein [B. . 
qb|EAA287 94 .2 1 hypothetical protein NCU09115 [Neurospora crassa 
qb 1 ABP87526 . 1 j NADH dehydrogenase subunit 2 [Anolis cristatel.. 
ref 1 ZP_ 02014054 . 1 1 hypothetical protein ObacDRAFT_2737 [Opitu.. 
ref 1 ZP _01922988 . 1 1 hypothetical protein VvadDRAFT_2 08 4 [Victi.. 
qb | ABB22239 . 1 1 thymidine kinase-like protein [Ovine herpesvirus 

ref|NP 825172.11 hypothetical protein SAV3995 [Streptomyces a.. 
ref I YP 43814 5 . 1 1 0RF21 [Ovine herpesvirus 2] >gb | AAX58057 . 1 1 . . 

ref I XP_95803Q . 1 1 hypothetical protein [Neurospora crassa OR74A] 
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ref [XP 001600764 . 1 [ PREDICTED: similar to conserved hypotheti... 

emb I CAM98 568 . 1 1 NADH 4 protein [Ailuropoda melanoleuca] 

qb 1 EDN61Q82 . 1 | multidrug transporter [ Saccharomyces cerevisiae Y 

ref | YP 001249293.1 1 NADH dehydrogenase subunit 4 [Ailuropoda . 
r e f | ZP_ Q1815912 . 1 | hypothetical protein VSWAT3_15599 [Vibrion. 

ref 1 XP_0014 4 4812 . 1 1 hypothetical protein [Paramecium tetraure. 
ref 1 ZP_Q164Q7 63 . 1 1 peptidase S9, prolyl oligopeptidase active. 

ref 1 YP _82 9 5 11 . 1 1 glycosyl transferase, family 2 [Arthrobacter . 

ref 1 XP 559110.2 1 ENSANGP000000277 59 [Anopheles gambiae str. PEST 

ref 1 YP 778730 . 1 1 NADH dehydrogenase subunit 4 [Phocarctos hoo. . . 
qb[EAT8 5328.1 1 hypothetical protein SNOG_07862 [ Phaeosphaeria no 
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>ref |NP_691788 . 1 | B hypothetical protein OB0867 [Oceanobacillus iheyensis HTE831 

dbj IBAC12823.il E hypothetical conserved protein [Oceanobacillus iheyensis HTE8 
Length=27 8 

Score = 29.9 bits (63), Expect - 19 

Identities = 8/12 (66%), Positives = 9/12 (75%), Gaps = 3/12 (25%) 

Query 2 HVQ YWTQMF 10 

HV+ YWTQMF 
Sbjct 264 HVENGN YWTQMF 275 



>ref|NP 612690.11 E tegument protein UL47 [Chimpanzee cytomegalovirus] 

gb|AAM00696.1|AF480884 48 E tegument protein UL47 [chimpanzee cytomegalovirus] 
Length=982 

Score = 29.5 bits (62), Expect = 25 

Identities = 9/13 (69%), Positives = 9/13 (69%), Gaps = 2/13 (15%) 

Query 2 HVQYW--TQMFYT 12 

HV YW T MFYT 
Sbjct 210 HVTYWACTLMFYT 222 



>ref|YP 001179948.11 E Allergen V5/Tpx-1 family protein [Caldicellulosiruptor sa 
DSM 8903] 

gb | ABP66757.il B Allergen V5/Tpx-1 family protein [Caldicellulosiruptor sacchar 
DSM 8903] 
Length=203 

Score =28.6 bits (60), Expect = 46 

Identities = 7/8 (87%), Positives = 7/8 (87%), Gaps = 0/8 (0%) 

Query 3 VQ YWTQMF 10 

V YWTQMF 
Sbjct 192 VL YWTQMF 199 



>ref |XP_635992.1| E hypothetical protein DDBDRAFT_0188654 [ Dictyostelium discoid 
AX 4 ] 

gb | EAL62481 . 1 | E hypothetical protein DDBDRAFT_0188 654 [Dictyostelium discoideu 
AX4] 

Length=871 
Score =28.6 bits (60), Expect = 46 

Identities = 6/8 (75%), Positives = 7/8 (87%), Gaps = 0/8 (0%) 

Query 4 QYWTQMFY 11 

QYW +MFY 
Sbjct 247 QYWNEMFY 254 



>ref |YP_211922.1| E hypothetical protein BF2300 [Bacteroides fragilis NCTC 9343] 

emb | CAH07994.il B putative membrane protein [Bacteroides fragilis NCTC 9343] 
Length=166 

Score = 28.2 bits (59), Expect = 61 

Identities = 8/15 (53%), Positives = 8/15 (53%), Gaps = 6/15 (40%) 

Query 4 QYWTQM FYT 12 

QYW QM FYT 
Sbjct 117 QYWIQMTDKGEKFYT 131 
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